ABSTRACT The saprotrophic soft-rot fungus Xylaria longipes was isolated from deadwood of Acer pseudoplatanus collected in the Bavarian Forest, Germany. The whole genome of this strain (DSM 107183) was sequenced with a total size of 43.2 Mb and a GϩC content of 48.5%. The genome comprises 12,638 predicted coding sequences.
includes 12,638 predicted genes. An analysis of BUSCO showed a completeness of the genome of 90.6%. Altogether, 708 carbohydrate-related enzymes and modules (149 enzymes with auxiliary activities, 106 carbohydrate esterases, 281 glycoside hydrolases, 90 glycosyltransferases, 17 polysaccharide lyases) and 65 carbohydrate-binding modules (CBM) were identified, and among them were 12 from CBM family 1 (cellulose binding) and 11 from CBM family 18 (chitin binding). Enzymes of interest (generic peroxidases, dye-decolorizing peroxidase, heme thiolate peroxidases, and lytic polysaccharide monooxygenases) are available at GenPept-associated BioProject accession number PRJNA395971. This draft genome will provide useful information for analyzing the enzymatic toolbox of ascomycetes causing soft-rot and comparing it with those of other wood-rot fungi.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number NQIL00000000. The version described in this paper is the first version, NQIL01000000. The Sequence Read Archive (SRA) accession number is SRR5883173.
